. Expanded tree detailing the individual OTUs contained within 'Group 2' of the tree displayed in Fig. 4 of the main article. Sequences in 'Group 2' differ by up to 4.9%. This tree was created using the neighbor-joining algorithm in ARB and bootstrapped 1000 times using Phylip (version 3.68). Asterisks indicate bootstrap values of 60% or better. Sequences generated in the present study are in bold. Accession numbers are in parentheses following all sequences. BATS10 identifies puff-colony library sequences, and BATS14 identifies tuft-colony library sequences. The scale bar corresponds to 10 base substitutions per 100 nucleotide positions Fig. S2 . Expanded tree detailing the individual OTUs contained within 'Group 4' of the tree displayed in Fig. 4 of the main article. Asterisks indicate bootstrap values of 70% or better. Sequences in Group 4 differ by up to 3.5%. This tree was created using the neighbor-joining algorithm in ARB and bootstrapped 1000 times using Phylip (version 3.68). Asterisks indicate bootstrap values of 60% or better. Sequences generated in the present study are indicated in bold. Accession numbers are in parentheses following all sequences. BATS14 identifies tuft-colony library sequences. The scale bar corresponds to 10 base substitutions per 100 nucleotide positions
